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LI 625 S BRYOSTATIN? OR BRYOPYRAN? 

L2 9 S LI AND POLYKETIDE? 

L3 6 S LI AND BIOSYNTHES? 

L4 7 S L2 NOT L3 

L5 4 S L3 NOT L2 

L6 ' 137 S POLYKETIDE AND MARIN? 

L7 140 S POLYKETIDE AND (MARINE? OR AQUA? ) 

L8 26 S (POLYKETIDE (2W) SYNTH?) AND (MARINE? OR AQUA?) 

L9 23 S L8 NOT L2 

L10 23 S L9 NOT L5 

Lll 1 S POLYKETIDE AND CANDIDATUS 

L12 2 S POLYKETIDE AND ENDOBUGULA 

L13 3 S POLYKETIDE AND BUGULA 

L2 ANSWER 1 OF 9 CAPLUS COPYRIGHT 2003 ACS 
AN 2003:204^ CAPLUS 

TI A ConpaTse, Selective Synthesis of the Polyketide Spacer Domain 

of a^Potent Bryostatin Analogue 
AU Winder, Paul A.; Mayweg, Alexander V. W.; VanDeusen, Christopher L. 
SO ^/Organic Letters (2003), 5(3), 277-279 

L2 ANSWER 2 OF 9 CAPLUS COPYRIGHT 2003 ACS 
AN 2002:36674^ CAPLUS 

TI Structural and stereochemical diversity from (.+-.) -2, 2-dimethyl-8- 
oxabiCyclo [3 . 2 . 1] oct-6-en-3-one - application to the synthesis of 
polyketide segments of natural products 



AU Vakalopoulos, Alexandros; Smits, Rene; Hoffmann, H. Martin R. 
SO ^European Journal of Organic Chemistry (2002), (9), 1538-1545 



L2 ANSWER 3 OF 9 CAPLUS COPYRIGHT 2003 ACS 
AN 2001:761122 CAPLUS 

TI Evidence for the biosynthesis of bryostatins by the bacterial 

symbiont Candidatus Endobugula sertula of the bryozoan Bugula neritina 
AU Davidson, S. K. ; Allen, S. W.; Lim, G. E . ; Anderson, C. M.; Haygood, M. G. 
SO Applied and Environmental Microbiology (2001), 67(10), 4531-4537 

L2 ANSWER 4 \ Ay 9 CAPLUS COPYRIGHT 2003 ACS 
AN 2001:1^776 CAPLUS 

TI Asymmetric Synthesis of the Northern Half C1-C16 of the 
Bryostatins 

AU Vakalopoulos, A.; Lampe, T. F. J.; Hoffmann, H. M. R. 
SO /Organic Letters (2001), 3(6), 929-932 
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ANSWER 5 OF 9 CAPLUS COPYRIGHT 2003 ACS 
2001:115276 CAPLUS 

Marine organism nucleic acids encoding enzymes ftpr 
bryostatins, bryopyrans and poly ket ides 
Haygood, Margo; Davidson, Seana K. ; Allen, Scot 
Regents of the University of California, USA 
PCT Int. Appl., 233 pp. 
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2000: 690122 CAPLUS 

High stereochemical diversity and applications for the synthesis of marine 
natural products: a library of carbohydrate mimics and polyketide 
segments 

Misske, Andrea M. ; Hoffmann, H. Martin R. 

Chemistry — A European Journal (2000), 6(18), 3313-3320 



L2 ANSWER 7/OF 9 CAPLUS COPYRIGHT 2003 ACS 
AN 2000 : 62710 CAPLUS 

TI SyntKesis highlights: a review of the literature for 1998 
AU Qua'yle, Peter 

SO ^nnual Reports on the Progress of Chemistry, Section B: Organic Chemistry 
(1999), 95, 235-263 



ANSWER 8 OF 9 CAPLUS COPYRIGHT 2003 ACS 
1996: 711189 CAPLUS 

In vitro biosynthetic studies of the bryostatins, anti-cancer 
agents from the marine bryozoan Bugula neritina 
Kerr, Russell G.; Lawry, Joseph; Gush, Kim A. 
Tetrahedron Letters (1996), 37(46), 8305-8308 

ANSWER 9 OF 9 CAPLUS COPYRIGHT 2003 ACS 
198 9:213^81 CAPLUS 

Asymme>£ric synthesis and its applications: towards the synthesis of 
brypstatin 1 
Ma'samune, Satoru 

-Ture and Applied Chemistry (1988), 60(11), 1587-96 

ANSWER 1 OF 4 CAPLUS COPYRIGHT 2003 ACS 
2002: 589776 CAPLUS 

Drugs from the seas - current status and microbiological implications 
Proksch, P.; Edrada, R. A.; Ebel, R. 

Applied Microbiology and Biotechnology (2002), 59(2-3), 125-134 

ANSWER 2 OF 4 CAPLUS COPYRIGHT 2003 ACS 
2002:132136 CAPLUS 

Evolutionary biosynthesis of anticancer drugs 
Pettit, George R. 

ACS Symposium Series (2001), 7 96 (Anticancer Agents), 16-42 
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L10 ANSWER 1 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2002 : 859132 CAPLUS 

/TI A polyketide synthase-peptide synthetase 

gene cluster from an uncultured bacterial symbiont of Paederus beetles 
AU Piel, Jorn 

SO Proceedings of the National Academy of Sciences of the United States of 
America (2002), 99(22), 14002-14007 

L10 ANSWER 2 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2002:758540 CAPLUS 

TI The barbamide biosynthetic gene cluster: a novel marine 
cyanobacterial system of mixed polyketide synthase 

( PKS) -non-ribosomal peptide synthetase (NRPS) origin involving an unusual 
trichloroleucyl starter unit 
AU Chang, Zunxue; Flatt, Patricia; Gerwick, William H.; Nguyen, Viet-Anh; 

Willis, Christine L.; Sherman, David H. 
SO Gene (2002), 296(1-2), 235-247 

L10 ANSWER 3 OF 23 CAPLUS COPYRIGHT 2003 ACS 

AN 2002:725385 CAPLUS 

[f\ TI A Gene Cluster from a Marine Streptomyces Encoding the 

^ Biosynthesis of the Aromatic Spiroketal Polyketide Griseorhodin A 

AU Li, Aiying; Piel, Jorn 

SO Chemistry & Biology (2002), 9(9), 1017-1026 

L10 ANSWER Jr OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2002:^67674 CAPLUS 

TI Polyunsaturated fatty acid synthesis: what will they think of next? 
Wa<flis, James G.; Watts, Jennifer L.; Browse, John 
trends in Biochemical Sciences (2002), 27(9), 467-473 

L10 ANSWER 5 OF 23 CAPLUS COPYRIGHT 2003 ACS 

AN 2002:484361 CAPLUS 

yt Structure and regulation of the omega-3 polyunsaturated fatty acid 

\y synthase genes from the deep-sea bacterium Photobacterium profundum strain 
SS9 

AU Allen, Eric E.; Bartlett, Douglas H. 

SO Microbiology (Reading, United Kingdom) (2002), 148(6), 1903-1913 

L10 ANSWER 6 OF 23 CAPLUS COPYRIGHT 2003 ACS 

/JAN 2002 : 471565 CAPLUS 

^ \TI Biosynthesis of polyunsaturated fatty acids by polyketide 

v synthases 

AU Kaulmann, Ursula; Hertweck, Christian 

SO Angewandte Chemie, International Edition (2002), 41(11), 1866-1869 

L10 ANSWER 7/0F 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2002 : 3S5992 CAPLUS 

TI Genomic sequence and evolution of marine cyanophage P60: A new 

insLght on lytic and lysogenic phages 
AU Chori, Feng; Lu, Jingrang 

SO Applied and Environmental Microbiology (2002), 68(5), 2589-2594 
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L10 ANSWER 9 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2002:198784 CAPLUS 

TI Plumbing the depths of PUFA biosynthesis: a novel polyketide 

synthase-like pathway from marine organisms 
AU Napier, Johnathan A. 

SO Trends in Plant Science (2002), 7(2), 51-54 

L10 ANSWER 10 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2001: 92548>3r CAPLUS 

TI Synthesis of C13-C22 fragment of the marine sponge polyketide 

callysj^atin A 
AU Dias,/Luiz C; Meira, Paulo R. R. 
SO Tetrahedron Letters (2002), 43(2), 185-187 

L10 ANSWER 12 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2001:634532 CAPLUS 

TI Nucleotide sequence aira. predicted functions of the entire Sinorhizobium 

meliloti pSymA megaplasmid 
AU Barnett, Melanie j/ ; Fisher, Robert F.; Jones, Ted; Komp, Caridad; Abola, 

A. Pia; Barloy-Hubler , Frederique; Bowser, Leah; Capela, Delphine; 

Galibert, Francis; Gouzy, Jerome; Gurjal, Mani; Hong, Andrea; Huizar, 

Lucas; Hyman, /Richard W. ; Kahn, Daniel; Kahn, Michael L.; Kalman, Sue; 

Keating, Davi'd H . ; Palm, Curtis; Peck, Melicent C; Surzycki, Raymond; 

Wells, DerekH.; Yeh, Kuo-Chen; Davis, Ronald W. ; Federspiel, Nancy A. ; 

Long, Sharon R. 

SO Proceedings of the National Academy of Sciences of the United States of 
America (2001), 98(17), 9883-9888 

L10 ANSWER 13 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2001:528511 CAPLUS 

TI Production of polyunsaturated fatty acids by polyketide 
synthases in both prokaryotes and eukaryotes 
:U Metz, James G.; Roessler, Paul; Facciotti, Daniel; Levering, Charlene; 
Dittrich, Franziska; Lassner, Michael; Valentine, Ray; Lardizabal, 
Kathryn; Domergue, Frederic; Yamada, Akiko/ Yazawa, Kazunaga; Knauf, Vic- 
Browse, John 

SO Science (Washington, DC, United States ) (2001), 293(5528), 290-293 

L10 ANSWER 14 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2001: 51336 CAPLUS 

TI Cloning, sequencing and analysis of the enterocin biosynthesis gene 
cluster from the marine isolate "Streptomyces maritimus": 
evidence for the derailment of an aromatic polyketide 
synthase 

AU Piel, Jorn; Hertweck, Christian; Shipley, Paul R. ; Hunt, Deanna M. ; 

Newman, Mark S.; Moore, Bradley S. 
SO Chemistry & Biology (2000), 7(12), 943-955 

L10 ANSWER 15 OF 23 CAPLUS COPYRIGHT 2003 ACS 
AN 2000:895549 CAPLUS 

TI A plant-like biosynthesis of benzoyl-CoA in the marine bacterium 

'Streptomyces maritimus 1 
AU Hertweck, C; Moore, B. S. 
SO Tetrahedron (2000), 56(46), 9115-9120 
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2000:493686 CAPLUS 

Schizochytrium polyketide synthase genes and 

transgenic plants for polyunsaturated long chain fatty acid production 

Facciotti, Daniel; Metz, James George; Lassner, Michael 

Calgene, LLC, USA 

PCT Int. Appl., 303 pp. 
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ANSWER 20 OF 23 CAPLUS COPYRIGHT 2003 ACS 
1998:806788 CAPLUS 

Polyketide synthesis genes of marine 

microbes and production of polyunsaturated fatty acids and PUFA-containing 
plant oils with transgenic plants 

Facciotti, Daniel; Metz, James George; Lassner, Michael 
Calgene, LLC, USA 



SO 
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□ 1: U65015. Vibrio furnissii ...[gi: 1732198] 



Links 



LOCUS 

DEFINITION 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 



JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE • 
JOURNAL 

FEATURES 

source 



gene 
CDS 



gene 
CDS 



VFU65015 5122 bp DNA linear BCT 24-DEC-1996 

Vibrio furnissii PTS permease for mannose subunits IIIMan C 
terminal domain (manX) , IIPMan (manY) , IIBMan (manZ) , and IIIMan 
N-terminal domain (manW) , GlcNAc-6-P deacetylase (manD) and 
putative aldolase (mariF) genes, complete cds . 
U65015 

U65015.1 GI:1732198 

Vibrio furnissii 
Vibrio furnissii 

Bacteria; Proteobacteria; Gammaproteobacteria ; Vibrionales; 
Vibrionaceae; Vibrio. 

1 (bases 1 to 5122) 
Bouma,C.L. and Roseman f S. 

Sugar transport by the marine. chit inolytic bacterium Vibrio 
furnissii. Molecular cloning and analysis of the mannose/glucose 
permease 

J. Biol. Chem. 271 (52), 33468-33475 (1996) 

97125988 

8969210 

2 (bases 1 to 5122) 
Bouma,C.L. and Roseman,S. 
Direct Submission 

Submitted ( 24-JUL-1996) Biology, Johns Hopkins Univ, 3400 Charles 
Street, Baltimore, MD 21218, USA 

Location/Qualifiers 

1..5122 

/organism="Vibrio furnissii" 
/strain="SR1514" 
/db_xref= M taxon: 29494" 
349.. 822 

/gene="manX" - - . 

349. .822 

/gene="manX" 

/note-"ManX; IIAMan" 

/codon__start=l 

/transl_table=ll 

/product="PTS permease for mannose subunit IIIMan C 
terminal domain" 
/protein id=" AAC44679. 1 " 
/db_xref="GI: 1732199" 

/translation="MPNIVLSRIDERLVHGQVGVQWVGFADANIVVVANDEVAADTIQ 

QNLMEMVLADGIAIRFWTVQKTIDTIHKASDRQRILLVCKTPHDFRRLVEGGVPIAAI 

NVGNMHYIDGKTQISKTVSVDAEDVADFQQLKALGVRCTIQGVPTESATDLFTLL" 

838.. 1614 

/gene="manY" 

838. .1614 

/gene="manY" 

/note="ManY; Pel; . IIDMan" 

/codon_start=l 

/transl table=ll 

/product="PTS permease for mannose subunit IIPMan" 



of 4 



2/12/03 4:05 PM 



/protein. id=" AAC44680 . 1 " 
/.db_xref="GI : 1732200" 
' / translation= H MEIGLFQALMLGLLAFLAGLDLFNGLTHFHRPWLGPLVGLILG 
DLHTGILVGGTLELIWMGLAPLAGAQPPNVIIGTIVGTTFAITTNVEPNVAVGVAVPF 
AVAVQMG I TLL FS AMS AVMS KC DE YAKNADTRG I E RVN Y FALAVLGS FY FLCA FL P I Y 
LGADHAGAMVAALPKALIDGLGVAGGIMPAIGFAVLMKIMMKNAYIPYFILGFVAAAW 
LQLPILAI RCAATAMAI I DFMRKSEPT PVNAS AEDLEDGI " 
1604.. 2485 
/gene="manZ" 
1604. .2485 
/gene="manZ" 
/note="ManZ" 
/ codon_s t a-r t = 1 
/transl_table=ll 

/product="PTS permease for mannose subunit IIBMan" 
/protein id=" AAC4 4 681 . 1 " 
/db_xref="GI: 1732201" 

/trans lation=="MESNVINQAVPQSQTTVQPASGVSADEYENKAIGAELTKADINK 

MAWRSLLLQASFNYERMQASGWLYGLLPALKKIHTNQADLSKALQGHMGFFNTHPFLV 

TFVMGIVLAMERSKQNINSIQSTKIAVGAPMGGIGDAMFWLTLLPICGGIGADLALQG 

SIMGAVFFFVLFNAVHFGLRFGLAHYAYRMGVAAIPMIKANTKKVGHAASMVGMTVIG 

ALVATYVRLATTAEITAGDAWKLQADVIDKLMPAFLPLVYTLLMYALVKRGWSPLKL 
I I ITMVLGVAGRFMGVL " 

2543.. 2983 

/gene="manW" 

. 2543. .2983 

/gerie="manW" 

/note="ManW; IIAMan" 

/codon_start=l 

/transl table=ll 

/product="PTS permease for mannose subunit IIIMan N 
terminal domain" 
/protein id=" AAC4 4 682 . 1 " 
/db_xref="GI: 1732202" 

/trans lation="MLAVILSGHGAFASGMAQAVHQVIGEQDQFRFIDFPEQMTTPQL 

EAAMRQAMEEIDSGEGIVFLTDLLGGTPFRTASLLSQARQDIEVITGTNMQMTAEMLL 

ERDALSLLEFRNLALECGHRGITCLAVEMAAKAPLSTMVADDGI " 

2973. .4172 

/gene="manD" 

2973. .4172 

/gene="manD" 

/note="ManD" . 

/codon_start=l 

/transl_table=ll 

/product="GlcNAc 6-P deacetylase" 
/protein id=" AAC44 683. 1 " 
/db_xref="GI: 1732203" 

/trans la tion="MESKSHAHCFRAQRVLHGKQWQQDAWTVDENGTISAIESYDGQ 
RHADAIPLGPVDLMPGLIDSHVHGSQGCDVMDATHDSLNTMSRYFATLGVTAFVATTV 
TAPVAKIRAALAQVAKSKHDGVDGAEILGAYLEGPYFTEKNKGAHPTQWFRELAVEEL 
EDWI S YS DNQLLKVALAPEKTGALDAI RYLDAHG I H VMLGHS DADYEQ VKAALAAGAK 
GIVHCYNGMRGLHHRDPGVVGAGLLHPHCFVEMIADGHHVHPAAIDVAHRCCGSRMTL 
ITDAMRATGMPDGQYTLGEYQVDMKQGWMTSSGGLAGSTLTLLRGVKNIHRWLNVPI 

EQAWLMASYTPAESLGIQHQLGSLEVGKYASMVAVSSDFSIEKTWVKGRLVFDAATSP 
RQEALCI" 

4163.. 5026 

/gene="manF" 

4163.. 5026 

/gene="manF" 

/note="ManF" 

/codon_start=l 

/transl_table=ll 

/product="putative aldolase" 

/protein id=" AAC44684 . 1 " 

/db_xref="GI : 1732204 " 



tec v 



w>MW)g.//*toi/inip.// www.u^ui.iuiu.iuu.5uv/cuuo^ vicwoi.icgi: vai— i fj^iyc 



/trans la tion="MYLISSREMLKt^QQGGYAVPAFNIHNLETVQVVVETASEMGSP 
VILAGTPGTYEYAGTDYLISICKEAAHKHAIPLVLHLDHHEALPDIRSKVEHGIRSVM 
IDGSHYAFEQNIEWKSWAFCNRFDASVEAELGRLGGQEDDLIVDSADSLMTDPASA 
AEFVRRTGI DSLAVAIGTAHGLYKAEPHLDFDRLEKIQS WDI PLVLHGASGVPDDMV 
RRAIALGVCKVNVATELKIAFSNAVKTHFSEHPDANDPRKYITPGKAAMKRWMDKIR 
LCGSEGQLSSR" 

BASE COUNT 1131 a 1260 c 1483 g 1248 t 

ORIGIN 

1 aagctttggt gattcaacta ctgtcgagcg atgactacac gcgtcaatac gatgtggatc 
61 tgctgcgtga aattcgccgt gataatcagg cgctgcgtca tgtggcgctg accgaagcgc 
121 ccctcgatga agaagacgtt tttgagttgg ggcgtttgaa ccttggcgac cgctggctct 
181 gcttcccata catcctgttt tgccaaatgt tggcgtttga aaaatcgctt caactggggc 
241 tggggccaga caatccgtgc ccgaccggcg aagtgaatcg cgttgtgcaa ggcgtcacca 
301 tttatcccta ttcaccacaa cctgatgtga atcagtaagg accggatcat gccaaatatt 
361 gtactcagcc gaattgatga acgtttggtg catggccaag tgggcgtgca atgggtggga 
421 tttgccgacg ccaacattgt ggtggtggcc aatgatgagg tggccgcaga caccattcag 
4 81 cagaacctga tggagatggt gctggcagat ggaatcgcca ttcgtttttg gacggtgcaa 
541 aagaccatcg acaccatcca taaagcgtcg gaccgtcagc gcatcttgtt ggtgtgtaag 
601 actccgcacg actttcgccg cttggtggaa ggtggggttc cgatcgccgc gatcaacgtg 
661 ggcaacatgc attacatcga tggcaaaaca caaatttcta aaacggtttc ggtggatgcc 
721 gaagacgtgg cggattttca acaactcaaa gcactcggcg tccgctgcac cattcagggc 
781 gtcccgacag aaagtgcaac agacctcttc actctactct gattaaggat attcactatg 
841 gaaataggac tctttcaggc gttgatgttg ggcctactgg ccttcttggc cggtcttgac 
901 ctcttcaatg gcctgactca ctttcaccgg ccggtggtct taggaccgtt ggttggcctg 
961 attctcggtg atttacacac cgggat'tttg gtcggcggaa cgttagaact gatctggatg 
1021 gggcttgcgc cactggctgg cgcgcagccg cccaatgtca tcattggcac catcgtgggc 
1081 accactttcg ctatcacgac caacgtggaa ccaaacgttg cagttggggt tgccgttccc 
1141 tttgcggtcg cggttcagat gggcatcacc ttactgttct ccgccatgtc agcggtgatg 
1201 tcgaagtgcg atgaatacgc caagaatgcc gatactcgtg gcattgaacg agtgaactat 
1261 ttcgcgctgg cggtgttggg gagtttttac ttcttgtgtg cttttttgcc catctatctg 
1321 ggggctgacc atgcaggtgc gatggttgcg gcgctcccga aagcattgat tgatg.gccta 
1381 ggggttgcgg ggggcattat gccggcgatt gggtttgccg tgctgatgaa aatcatgatg - 
1441 aagaatgcct atattccgta cttcatctta gggtttgtcg ccgccgcttg gcttcaatta 
1501 cccattttgg caattcgttg cgccgccact gcgatggcca ttatcgattt tatgcgcaag 
1561 tcagaaccaa cgcctgttaa cgcttcagcc gaggatcttg aagatggaat ctaatgtaat 
1621 caaccaagcg gtgccgcaga gtcagaccac cgttcagcct gcgtcaggcg tttctgccga 
1681 cgaatatgag aacaaagcga ttggggccga gctcaccaaa gccgacatca acaaaatggc 
1741 ttggcgttcg ctgcttttgc aagcgtcctt caactacgaa cgtatgcaag cctcaggttg 
1801 gctttacgga ttgcttccgg cactgaaaaa gattcatacc aatcaagcgg atctatccaa 
1861 agcattgcaa ggacacatgg ggttctttaa tactcaccca tttttggtca cgttcgtgat 
1921 gggtattgtg ctggcgatgg aacgctctaa acagaacatc aacagtattc agagcaccaa 
1981 aattgctgtc ggtgcgccga tgggeggcat tggggatgcc atgttctggc tgacactgct 
2041 acccatctgc ggcggtatcg gtgcggacct tgcgctgcaa ggttccatca tgggggcggt 
2101 gttcttcttt gtgttattta acgcggtgca ttttggcttg cgctttggtt tggcgcacta 
2161 cgcctatcgc atgggggttg ccgctattcc aatgatcaaa gctaacacca aaaaagttgg 
2221 tcatgccgcg tcgatggtgg ggatgaccgt cattggtgca ctggtcgcga catacgttcg 
2281 ccttgcgacc accgctgaaa ttacagccgg ggatgcggtg gtcaaactgc aagccgatgt 
2341 gattgataag ttgatgcctg ccttcttgcc cttggtgtac accttgttga tgtatgcctt 
2401 ggtgaaacgt ggctggagtc cgttaaagct catcatcatc accatggttt tgggtgtggc 
24 61 cgggcgattt atgggcgttc tgtaacatcg aatcgcacac agcaacgggg ctgaggtgtc 
2521 agccccaatc aaggagacct ctatgttagc . ggtaatacta tcaggtcatg gcgcgtttgc 
2581 ttcgggcatg gcgcaggcgg tgcatcaggt gattggtgag caagatcagt ttcgattcat 
2641 tgattttcct gagcagatga ccacgccaca gttggaggca gcaatgcgcc aagctatgga 
2701 agagatcgac agtggcgaag gcattgtctt tctgaccgat ttacttggcg ggacgccttt 
2761 tcgcaecgca tcgctgctga gccaagbacg ccaagatatt gaagtgatca cgggaaccaa 
2821 catgcagatg acggcggaaa tgttgctcga. aagggatgcg ctgtcgctgc ttgagtttcg 
2881 taatctcgca ttggaatgcg gccatcgtgg catcacctgt ttggccgtag aaatggcggc 
2941 gaaagccccg cttagcacaa tggtagcaga cgatggaatc taaatcgcac gcacactgtt 
3001 ttcgcgctca gcgagtgctg catggcaagc aatggcagca agacgctgtg gtgacggtcg 
3061 atgaaaatgg aacgatcagc gccatcgaat cgtatgacgg tcagcgtcat gccgatgcga 
3121 ttcctcttgg ccctgtggat ttgatgccgg ggctgatcga tagccatgtg cacggcagtc 
3181 aagggtgcga tgttatggat gcaacgcatg acagcctcaa caccatgtca cgctatttcg 
3241 ccactttagg agtgaccgcg tttgtcgcaa caaccgtgac ggcgcctgtg gccaaaattc 
3301 gggcggcact ggcacaagtg gccaaaagta agcacgacgg cgtcgatggg gcggagattc 
3361 ttggcgcgta tttggaaggg ccctatttca ccgaaaaaaa caaaggcgca cacccgaccc 
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3421 aatggtttcg tgagttggcc gtagaagagc 
3481 aactgctcaa agtggcctta gcgccggaaa 
3541 tcgatgcgca tggcattcac gtcatgttgg 
3601 aggcggcgtt ggcggcgggc gcaaaaggga 
3661 tgcatcatcg cgatccgggc gtggtgggcg 
3721 aaatgattgc cgatggtcac catgtgcatc 
3781 gtggctcgcg catgacattg atcaccgatg 
3841 aatacacctt gggcgaatac caagttgaca 
3901 gaggattggc tggcagcaca ttaacattgc 
3961 tcaatgtgcc gattgagcaa gcgtggctga 
4021 gcattcaaca tcagctgggg agcttggaag 
4081 gttctgattt ctcaattgaa aaaacgtggg 
4141 cctcaccccg tcaggaggct ctatgtatct 
4201 tcaacagggc ggttacgcgg tgcccgcatt 
4261 ggtcgtcgaa accgcgtctg aaatggggtc 
4321 ttacgaatat gcagggaccg attacctcat 
4381 tgccattccg ttggtgctgc atttggatca 
4 441 agtggaacac ggcattcgtt cggtgatgat 
4501 tattgaggtg gtgaaatcgg tggtggcgtt 
4561 tgagttgggg cgtttgggcg ggcaggaaga ' 
4 621 gatgacggat cccgcttctg cggctgaatt 
4 681 ggtggccatc ggtacggcgc atggtttgta 
4741 cttggaaaaa atccagtcgg tggtggacat 
4 801 gccggacgac atggtgagac gtgcgattgc 
4 861 tgaactcaaa atcgcgtttt ctaacgcggt 
4921 caacgaccca aggaaataca tcacaccagg 
4 981 taaaatccgt ctgtgcggca gtgaaggtca 
5041 cttcccccta acgctctaag tatgagtcgg 
5101 accgacgctg cgtgcagcgg tc 



tggaagattg gatctcttac agcgacaacc 
aaactggcgc gctggacgcc attcgttatc 
gccacagcga cgccgactac gagcaagtga 
ttgtgcattg ctacaacgga atgcgcggtc 
cggggctgct acatccgcac tgttttgtgg 
ctgccgcgat tgatgttgct catcgctgct 
ccatgcgcgc gactggcatg ccagatgggc 
tgaagcaagg ggtggtcatg acctcctcgg 
ttcgtggcgt caagaacatt caccgttggc 
tggcgtcgta cacgcccgcc gaatcgttag 
tggggaaata cgcttctatg gtcgctgtca 
tgaaagggcg tctggtcttt gatgccgcga 
aatttcttct cgtgaaatgt taaagcgcgc 
caatatccat aacctcgaga cggtgcaagt 
gcccgtgatc ctcgcgggga cgccgggcac 
cagtatttgt aaggaagcag cgcacaagca 
ccacgaagca ctgccagaca ttcgcagcaa 
cgatggttca cattacgcgt ttgaacaaaa 
ttgtaaccgc tttgatgcca gcgtggaagc 
tgatttgatc gtcgacagcg ccgattcatt 
tgtgcgtcga actggcattg attcattggc 
taaagccgaa cctcacctcg attttgaccg 
tccactggtt ctgcatggcg catcgggcgt 
gcttggcgtg tgcaaagtga acgtggcgac 
caaaacgcat ttctccgaac atcctgatgc 
gaaagcggcc atgaagcgag tggtgatgga 
gttgtcgtct cgctgagtgt ttcactcata 
cactggtgac agtgcccttt ttttgtggcc 
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BLink, Domains, Links 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

DBSOURCE 



KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 



JOURNAL 
MEDLINE 
PUBMED 
REMARK 

COMMENT 



NAGA_VIBFU 399 aa linear BCT 15-JUL-1998 

N-ACETYLGLUCOSAMINE- 6- PHOS PHATE DEACETYLASE (GLCNAC 6-P 
DEACETYLASE) . 
P96I66 

P96166 GI:3122428 

swissprot: locus NAGA_VIBFU,. accession P96166; 

class: standard. 

created: Jul 15, '1.998. 

sequence updated: Jul 15, 1998. 

annotation updated: Jul 15, 1998. 

xrefs: gi : 1732198 , gi : 1732203 

Hydrolase; Carbohydrate metabolism. 

Vibrio furnissii 

Vibrio furnissii 

Bacteria; Proteobacteria; Gammaproteobacteria; Vibrionales; 
Vibrionaceae; Vibrio. 
1 (residues 1 to 399) 
Bouma,C.L. and Roseman,S. 

Sugar transport by the marine chitinolytic bacterium Vibrio 
furnissii. Molecular cloning and analysis of the mannose/glucose 
permease 

J. Biol. Chem. 271 (52), 33468-33475 (1996) 

97125988 

8969210 

SEQUENCE FROM N.A. 
STRAIN=SR1514 



ORIGIN 



This SWISS-PROT entry is copyright . It is produced through a 
collaboration between the Swiss Institute of Bioinf ormatics and 
the EMBL butstation - the European Bioinf ormatics Institute. 
The original entry is available from http: //www. expasy . ch/sprot 
and http : //www . ebi . ac . uk/sprot 

[CATALYTIC ACTIVITY] N-ACETYL-D-GLUCOSAMINE 6-PHOSPHATE + H(2)0 = 
D-GLUCOSAMINE 6-PHOSPHATE + ACETATE. 

[PATHWAY] N-ACETYL GLUCOSAMINE UTILIZATION PATHWAY. 
[SIMILARITY] BELONGS TO THE NAGA FAMILY. 
Location/Qualifiers 
1..399 

/organism="Vibrio furnissii" 
/db_xref="taxon: 29494" 
1..399 

/gene="MAND" 

1..399 

/gene="MAND" 

/product="N-ACETYLGLUCOSAMINE-6-PHOSPHATE DEACETYLASE" 
/EC number=" 3.5. 1.25 " 

1 meskshahcf raqrvlhgkq wqqdavvtvd engtisaies ydgqrhadai plgpvdlmpg 

61 lidshvhgsq gcdvmdathd slntmsryfa tlgvtafvat tvtapvakir aalaqvaksk 

121 hdgvdgaeil gaylegpyft eknkgahptq wfrelaveel edwisysdnq llkvalapek 

181 tgaldairyl dahgihvmlg hsdadyeqvk aalaagakgi vhcyngmrgl hhrdpgvvga 



FEATURES 

source 



gene 



Protein 
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241 gllhphcfve miadghhvhp aaidvahrcc gsrmtlitda mratgmpdgq ytlgeyqvdm 
301 kqgvvmtssg glagstltll rgvknihrwl nvpieqawlm asytpaeslg iqhqlgslev 
361 gkyasmvavs sdfsiektwv kgrlvfdaat sprqealci 
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ENTRY 
NAME 



CLASS 

SYSNAME 
REACTION 

SUBSTRATE 

PRODUCT 

REFERENCE 



PATHWAY 
GENES 



The purification and properties of 
deacetylase from Escherichia coli. 



EC 3.5.1.25 

N-acetylglucosamine-6-phosphate deacetylase 
acetylglucosamine phosphate deacetylase 
acetylaminodeoxyglucosephosphate acetylhydrolase 
2-acetamido-2-deoxy-D-glucose- 6-phosphate amidohydrolase 
Hydrolases 

Acting on carbon-nitrogen bonds, other than peptide bonds 
In linear amides 

N-acetyl-D-glucosamine- 6-phosphate amidohydrolase 
N-acetyl-D-glucosamine 6-phosphate + H20 = 
D-glucosamine 6-phosphate + acetate 
H20 

N-acetyl-D-gliicosamine 6-phosphate 
acetate 

D-glucosamiiie 6-phosphate 

1 [UI: 68041342] 
White, R.J. and Pasternak, C.A. 
N-acetylglucosamine 6-phosphate 
Biochem. J. 105 (1967) 121-125. 

2 [UI: 97141207] . 

Yamano, N . , Matsushita, Y., Kamada, Y., Fujishima, S., Arita, M. 
Purification and characterization of N-acetylglucosamine 
6-phosphate deacetylase with activity against N-acetylglucosamine 
from Vibrio cholerae non-01. Biosci. Biotechnol . Biochem. 60 (1996) 
1320-1323. 

PATH: MAP00530 Aminosugars metabolism 
DME: CG17065 
CEL: F59B2.3 

ECO: b0677(nagA) b3135(agaA) 

ECJ: JW0663(nagA) JW3104 (aqaA) 

ECE: Z0824 (nagA) Z4489 

ECS: ECs0707 ECs4015 

ECC: c0752(nagA) 

STY: STY0721 (naqA) 

STM: STM0683(nagA) 

YPE: YPO0838 YP02626 (nagA) 

YPK: yl201 (naqA) y3223 

SFL: SF0616(nagA) 

HIN: HI0140(nagA) 

PMU: PM0874 (nagA) 

XFA: XF1465 

XCC: XCC3410(nagA) 

XAC: XAC0715(nagA) 

VCH: VC0994 VC1783 

PAE: PA3758 

SON: SO3505(nagA) 

MLO: m!14766 

SME: SMc02878 (nagA) 

ATU: Atu2608 (nagA) 

ATC: AGR C 4726 

BME: BMEII0385 

BMS: BRAQ911 (nagA) 

CCR: CC0443 CC0534 

BSU: BG12630 (nagA) 

BHA: BH0421(nagA) 

OIH: OB2907 (nagA) 

SAU: SA0656(nagA) 

SAV: SAV0701 (nagA) 

SAM: MW0663 (naqA) 

LMO: lmo0956 lmo2108 

LIN: lin0955 lin2213 

LLA: L173068 (nagA) 
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SPY: SPyl694 (nagA) 

SPM: spyM18 1705 (nagA) 

SPG: SpyM3 1475 (nagA) 

SPN: SP2Q56 

SPR: spr,1867 (nagA) 

SAG: SAG0266(nagA) 

SAN: qbs0256 

SMU: SMU.4 35 

CAC: CAC0188 (nagA) 

CPE: CPE2176 (nagA) 

TTE: TTE0232 (nagA) 

MPU: MYPU 3690 (nagA) 

MPE: MYPE1750 (nagA) 

MTU: Rv3332 (nagA) 

MTC: MT3435 

CGL: NCgl2556 (Cgl2645) 

SCO: SCQ4284 (SCD95A. 17c) 

BLO: BL1344 (nagA) 

FNU: FN1133 

BBU: BB0151 (nagA) 

TEL: t!12093 

ANA: a!10988 

DRA: DRA0066 

TMA: TM0814 

SSO: SS02673 (nagA) 

STO: ST2546 

STRUCTURES PDB: 1012 

DBLINKS IUBMB Enzyme Nomenclature: 3.5.1.25 

ExPASy - ENZYME nomenclature database: 3.5.1.25 

WIT (What Is There) Metabolic Reconstruction: 3.5. 1.25 

BRENDA, the Enzyme Database: 3.5.1.25 

CAS: 9027-50-3 
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